Introduction
Transposable elements (TEs) are mobile genetic elements that were first discovered in maize 51 (McClintock 1950) and propagate in genomes without apparent benefit to the host (Doolittle and 
186
We analyzed the transcriptomic response to specific stress conditions by culturing the fungi first in 187 nutrient-rich conditions, then analyzed the same strains growing in a minimal carbon source medium 188 (i.e. starvation stress; fig. 2A ). In parallel, we passaged all strains through an infection cycle on a wheat 189 host (i.e. infection stress; fig. 2A ). Infection stages were sampled at four time points (7, 12, 14 and 28
190
days post infection). Across all conditions, we found that biological replicates clustered tightly together 
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The response of TEs to stress conditions was highly specific to individual TE families. In strain 3D7,
222
two LTR-Gypsy element families and a TIR-Tc1-mariner element family, were only upregulated during 223 early infection (7-14 days post infection; supplementary fig. S5B ). Similarly, in strain 3D1 four LTR-
224
Gypsy element families were mainly upregulated early during infection (supplementary fig. S5A ). Two 225 of these upregulated families were shared between the strains (LTR-Gypsy element families 6 and 9) 226 and are the most infection stress responsive elements. In 1A5 and 1E4, a shared TE element family
227
(TIR-hAT element 1) was most highly expressed during starvation and mostly repressed during 
TE and gene expression dynamics as a function of the genomic localization

255
To address the impact of physical proximity to TEs on gene expression patterns, we analyzed gene 256 expression across stress conditions as a function of distance to the closest TE. Genes within 1 kb 257 upstream or downstream of TEs were upregulated early during infection (7-14 dpi depending on the 258 strain) compared to genes >1 kb away from TEs ( fig. 4A and supplementary fig. S6 ). Genes >1 kb away 259 from TEs showed higher expression than genes <1 kb of TEs late in the infection (28 dpi). Genes with
260
TE insertions showed consistently low levels of expression. Effector genes were overall closer to TEs 261 than CAZYmes, genes encoding secreted proteins or genes overall ( fig. 4B and supplementary fig. S7 ).
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Consistent with the proximity to TEs, effector genes were strongly upregulated early during infection 
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S9). In strain 3D1 (Fig. 4D) and 1E4 (supplementary fig. S9B ), TEs with a mean distance of within 1 278 kb of genes were upregulated during early infection. In 3D1, the upregulation at 7-14 dpi was primarily 279 due to the expression of an LTR-Gypsy element, but also due to the expression of a LTR-Copia element 280 family at 14 dpi ( fig. 4D ). In 1E4, TEs with a mean distance within 1 kb of genes were also upregulated Percentage of co-expressed TEs in profiles fig. 6A and supplementary fig. S11 ). Only TE families in the LTR-TRIM superfamily
340
and one family in the TIR-Tc1-mariner superfamily were not affected by RIP. In all strains, TEs in the
341
TRIM family were among the most highly affected TEs. In 1A5, a family belonging to the TIR-Tc1-
342
mariner superfamily is consistently expressed under all conditions (supplementary fig. S10A ).
343
Similarly, LTR-Gypsy elements with strong RIP signatures were upregulated upon infection in the 344 strains 1A5, 1E4 and 3D1 (supplementary fig. S11A ). Hence, most TE families affected by RIP are still 345 expressed under at least some stress conditions. fig. 6D and supplementary fig. S12B ). Genes with inserted TEs had a lower expression 371 than genes without TEs ( fig. 6E and supplementary fig. S12E ). Hereafter, we analysed TE insertions in 372 close proximity to genes. We found 605-683 TEs <1 kb from genes among strains (excluding within 
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However, the impact of stress on TE expression is highly variable among TE families, copies and 
441
This TE influences the expression of the TB1 locus at a distance of ~60kb (Studer et al. 2011 ). 
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Gene and repetitive element annotation
514
We used pangenome gene annotation generated by Plissonneau et al. (2018) . Genes were predicted by 515 using splicing evidence from the in planta RNA-seq data from the same time points and strains as described above. Repetitive elements were annotated in all four genomes using RepeatMasker 4.0.5 517 (Smith, 1996) and a repeat element library for the reference genome (IPO323) produced by Grandaubert the Leptosphaeria maculans genome affected by Repeat-Induced Point mutations. Nat.
